Abdominal aortic aneurysm (AAA) is a serious condition of unclear pathogenesis and progression. Two samples were collected from 48 patients during AAA surgery. One sample was collected from the aneurysm, the other from the aneurysm proximal neck where the tissue did not exhibit any aneurysmal changes. Subsequently, gene expression profiles using microarrays (Illumina) were compared in RNA extracted from the samples. Overall, 2,185 genes were found to be upregulated and 2,100 downregulated; from which 158 genes had a different expression with FDR < 0.05 (False Discovery Rate) and FC ≥ 2 (Fold Change). Of this number, 115 genes were over-expressed and 43 under-expressed. The analysis of the gene list based on their biological pathways revealed that the regulation of inflammation was mediated by chemokine and cytokine signaling pathways, the integrin signaling pathway, and T and B cell activation. Moreover, a change was identified in the expression of genes involved in both intercellular and intracellular signaling systems.
Introduction
Abdominal aortic aneurysm (AAA) is a serious condition with high mortality rate (Go et al. 
Methods
The total of 48 patients with AAA who required an open surgical procedure were included into the study. The average diameter of all aneurysms exceeded 5.5 cm. Two samples (5 x 5 mm in size) comprising the entire thickness of the arterial wall were collected from each patient -a total of 96 samples were examined -48 pairs of samples from 48 patients. One sample was obtained from the aneurysm bulge at the largest dilatation macroscopically, the second sample was taken from the proximal neck of the aneurysm without any macroscopically detected aneurysmal changes. Subsequently, both samples underwent Illumina microarray analysis of DNA. Baseline demographics included age and gender; data were also collected with regard to the presence of diabetes (DM), hypertension (HT), coronary heart disease (CHD) and smoking ( Table 1) . 
Analysis of expression profiles
The total RNA was isolated using RNeasy Micro Kit (Qiagen, MD, USA) according to the The selected pathways and differentially expressed genes discussed in the following text are listed in Table 2 . When interpreting our results, we focused on the pathways associated with differently expressed genes. When analyzing associated signal pathways in 158 genes with the most significant differences in expression, we found 17 inhibited pathways and 27 activated Limitations of the study. We cannot be sure that the sample obtained from the neck of aneurysm, represented a healthy vessel tissue. Nevertheless, the heatmaps of the analysis performed provide good evidence for the homogeneity of the samples collected from the neck of aneurysm and that were assessed by a surgeon as "normal" tissue. We did not perform protein analysis of the selected genes that were identified as the most significantly differently Heat-maps for 1.000 of the most differently expressed genes Figure 2 Pathway of dilated cardiomyopathy Pathway of phosphatidylinositol signalling system
